tion phenotypes of these genes have not been characterized. Here we show that reduction of BES1 and BZR1 levels leads to a typical BR dwarf phenotype. In addition, 59%, 56%, 45%, and 48% identity to BZR1 and BEH1-4, we show that BES1 is a transcription factor that binds to respectively. To investigate if these proteins are involved BR target gene promoters through a novel DNA binding in BR signaling, the BEH1, 2, 3, and 4 proteins were domain to activate BR target gene expression. Moretagged with green fluorescence protein (GFP) at their over, BES1 interacts with a bHLH transcription factor carboxyl termini and expressed in plants. As shown in BIM1 to synergistically bind to E box sequences that Figure 1A Figure 1B) . In the PCR oles that were sensitive to BRZ ( Figures 2C and 2D) , suggesting that the BES1-N domain is required for full condition we used, both BES1 and BZR1 transcripts were reduced in RNAi plants, while the transcripts of BES1 activity. BES1⌬C and BES1-D⌬C plants were smaller than wild-type and were more sensitive to BRZ BEH1 and BEH4 did not appear to be affected ( Figure  1D) , consistent with the fact that BES1 and BZR1 are in the light ( Figure 2C ). The results suggest that the C domain is required for BES1 function and that truncated more closely related to each other than to other family members. BEH2 and BEH3 transcripts were not de-BES1 proteins lacking the C terminus function as dominant-negative forms. In contrast, expression of proteins tected in the seedling tissues used for this experiment (data not shown). BES1 protein levels were also reduced that deleted BIN2 phosphorylation sites (P) (BES1⌬P and BES1-D⌬P) produced plants with typical bes1-D in RNAi plants, and the extent of BES1 reduction correlated well with the phenotypes (Figures 1B and 1C) . mutant phenotypes that were resistant to BRZ in both light and dark growth conditions ( Figures 2C and 2D ), These results indicate that reduction of BES1 and BZR1 leads to a semidwarf phenotype. Together with the obindicating that the P domain is involved in BES1 turnover. We conclude that, while the N, C, and BIN2 phosservation that dominant mutations in BES1 and BZR1 result in distinct phenotypes in light-grown plants, we phorylation (P) domains are all required for BES1 turnover, the N-and C-terminal domains are both necessary conclude that BES1 and BZR1, and perhaps other family members, have partially redundant functions in BR sigand largely sufficient for BES1 function in promoting cell elongation. naling. promoters through a novel DNA binding domain to acti-
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